REMARKS 

Clajms 27-38 remain pending in this application. No claims are amended 

in this paper. 

An Advisory Action mailed July 26, 2005, requested that information 
submitted in the Appendix of Applicants' previously filed Response dated June 24, 2005 
be submitted in the form of a declaration in order to be considered. 

The sequence alignment set forth in the Appendix simply compared the 
sequences disclosed in the instant application with publicly available sequences using 
publicly available software. This alignment was submitted merely to facilitate the' 
Examiner's evaluation of the sequences of the invention against publicly available 
sequences. 

Section 716.02(g) of the MPEP states that the reason for requiring 
evidence to be in the form of an affidavit or declaration is to obtain assurances that any 
statements or representations are correct as provided by 35 USC §25 and 18 USC 
§1001. 35 USC §25 states that the "Director may by rule prescribe that any document 
to be filed in the Patent and Trademark Office and which is required by any law, rule or 
other regulation to be under oath may be subscribed to by a written declaration in such 
form as the Director may prescribe, such declaration to be in lieu of the oath otherwise 
required." 

It is respectfully submitted that the submission of an alignment using 
publicly available software and information does not appear to be required by any law, 
rule or regulation to be under oath. Furthermore, one skilled in the art has access to the 
publicly available sequences and publicly available software. This situation is far- 
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removed from one in which experimental data set forth in laboratory notebook is being 
set forth in a declaration. 

Specifically, the Appendix submitted with the aforementioned Response 
(also re-submitted herewith for the Examiner's convenience) is an alignment of the 
sequences disclosed in the instant application, specifically SEQ ID NO:8 and SEQ ID 
NO:6, with a publicly available sequence set forth in W09748793. The information in 
the Appendix was generated by using publicly available software, namely the Megalign 
program of the LASERGENE v 6.1 bioinformatics computing suite (DNASTAR Inc., 
Madison, Wl). More information regarding this software can be found at 
www.dnastar.com and from the enclosed printout from this website. 

The multiple alignment in the Appendix was prepared using the Clustal 
method of alignment (Higgins and Sharp (1989) CABIOS. 5:151-153) with the default 
parameters (GAP PENALTY=10, GAP LENGTH PENALTY=10). 

In view of the foregoing, it is respectfully submitted that the instant 
application is now in form for allowance which allowance is respectfully solicited. 

In the event that a telephone conference would facilitate examination of 
this application in any way, the Examiner is invited to contact the undersigned at the 
number provided. 
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AUTHORIZATION 

The Commissioner is hereby authorized to charge any additional fees 
which may be required for the timely consideration of this amendment under 37 C.F.R. 
§§1.16 and 1 . 1 7, or credit any overpayment to Deposit Account No. 1 3-4500, Order 
No. 2119-4293. 



Dated : August 17. 2005 



By: 



Respectfully submitted, 
MORGAN & FINNEGAN, L.L.P. 



Correspondence Address : 

MORGAN & FINNEGAN, L.L.P. 
3 World Financial Center 
New York, NY 10281-2101 
(212)415-8700 Telephone 
(212)415-8701 Facsimile 



Paula K. Wittmayer 
Registration No. 53.785 
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Appendix A 



Appendix A shows a comparison of the amino acid sequences of sterol delta-14 
reductase from soy clone SID ssm.pk0031.d12:fis (SEQ ID NO:8), src3c.pk009 clfis 
(SEQ id NO: 6) and Arabidopsis thaliana (W09748793). Amino acids conserved amonq 
all sequences are indicated with an asterisk (*) on the top row; dashes are used by the 
program to maximize alignment of the sequences. The method parameters used to 
produce the multiple alignment of the sequences below was performed using the C.ustal 
method of alignment (Higgins and Sharp (1989) CABIOS. 5:151-153) with the default 
parameters (GAP PENALTY=10, GAP LENGTH PENALTY=10). SEQ ID NOV 6 and 8 
share 80.4 and 78% sequence identity, respectively, with the sequence claimed in WO 
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tin ™ S'! GLLSLLLLVALLGIGAKMGFVSPTAISDRGLELLSTTF^ * * * 

SEQ ID NO: 6 GLLSLLLLVALI.GTfiAffMCwcD™ T on»„ ^ T /•^■"'HFSGCKSQS 



FCVLVTLALYVTGRSSSNKGS 

**** *** ** ***************** ****** ******* * ***** 

SFO X 22 ' 2 ^ VELTP ^ IV ANCFVFLIGyWFRGANKQKHVFKKNPKAPIWGKPPKVIGGKLLASGYWG 

W097487?? ^ T L If^ IV ^ CFVFLIGYWFRGANK ^HVFKKNPKAPIWGKP^ 

W09748793 KVELTVPAIVVNCLVFLIGYMVFRGANKQKHIFKICNPKTPIWGKPPVVVGGKL^SGTOG 

********************* **** ***************** ** ************ 

* *********** 

SEQ ID NO: 8 YRKLVPWRILPYVY 
SEQ ID NO: 6 YRKLVPWRILPYVY 
W0974 8793 YLRLVPWRILPYVY 



MegAlign 

Multiple and Pairwise Sequence Alignment 



GatiimaTubtilins.mog 






« P0S = 436 



j 10 Sequences 



|Fission Yeas 
irruitf ly 



jlFern 
■Mustard 
|seaUrchin 
isilneKold 
[Trypanosoma 
Uorra 



00. 



20 



30 



AO 



HP- -RE I ITLQLGQCGNQIOfEFEfKQLCAEHGISPEOIVEEFATEG 
HO— REIITLQAGQCGWOIGSQrUQQLCLEHGIGPPGTLESrjlTEoi 
HP 3E I ITLQLGQCGNOIGr EF ITKRLCLEHG ISPSGVLEDF ANDG 
HP— RE I ITLQLGQCGNOIOr EFIfKOLCAEHG 
HP— RE I ITLQVGQCGNQIGHEFtfKQLCLEHG: 
HP RE 1 1 TLQVGOCGNO I CHE F UKQLC LEHG 1 
HP— REI ITLOLGQCGNQICHEFgKQLCLEHG] 
HP— REIITLQVGOCGNQIOLEFWKQLCAEHG] 
HP— RZIITLOVGQCGNOVGSEF0ROXCAEHG] 
HS GTGAL HTVHVGOC GNQL AQAF ¥KSHVD E HG 3 



PESREIVQSLVPEYKAAESPnv 



440 



_4S0. 



DNSREIVQQLIDEYHAATRPDY Aj 
OSSRO WADL INE YEACEDPWY 
VZS RETVDCLVQE YE AATRE D Y 




SndtoT ^ ° Ur P °r iSe ° nd f ° Ur mU ' tiple SeC ' uence ali 9 nment ™^o4s for aligning 
nucle.c aad or polypeptide sequences. Enter your own sequences or load public dato directly from NCBI* If 
you want to fmd more related sequences for alignment, simply run o BLAST query or utilize the EnTrez terf ' 
query mterface* then drop in the sequences you want from the list of matches. Easily cu tomize vtm of 
alignments to h.ghl.ght the similarities or differences of the sequences. Differences in chemi« s uctum or 
funct,onal charactenstics between sequences can also be displayed as well as your own gaping o 
consens,. You may create a subalignment from-the current alignment by simply selectingTsub region 
Meg^gn also enables you to construct phylogenetic trees, generate detailed I numerical'repot "'export data 

t T;r e u T a rf ns - whether you want ,o com P are 9™ famiifes * m7^^^Z 

you with flexible tools for customizing output for presentation and publication ™ e 9™9n provides 
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DNASTAR, Inc. * tel: 608-258-7420 



MtHtmd DNASTAR, Inc 

e-mail: info@dnastar.com • www.dnastar.com 



MegAlign Features 

Sequence Entry and Editing 

• Import data from many popular file formats 

• Read sequences and features from other 
Lasergene project files 

• Edit template sequence and share newly 
created features through integration with 
SeqBuilder and other Lasergene modules 

• Download sequences directly from NCBI* or a 
DNASTAR StarBlast database using accession 
numbers, BLAST or text searches 

Graphical Displays and Tools 

• Customize alignment displays by shading, 
boxing or hiding residues 

• Highlight matches or mismatches to the 
consensus or other sequence with distinct 
colors or shading 

• Define the consensus by residue or by 
chemical, structural, or charge characteristics 

• Create a custom consensus based on your own 
residue classification scheme 

• Display consensus strength as color-coded 
histograms 

• Copy selected sections (rasters) of alignment 
report and paste into other applications 



MegAlign 

Alignments and Analyses 

• Align DNA, protein and DNA+ protein 
sequences 

• Perform multiple sequence alignments using: 

o Jotun Hein 
o Clustal V 

o Clustal W - both Fast and Slow 
algorithms 

• Perform pairwise sequence alignments using: 

o Wilbur-Lipman 

o Martinez Needleman-Wunsch 

o Lipman-Pearson 

o Dotplot analysis 

• Create subalignments from selected ranges of 
longer alignments 

• Reconstruct phylogeny 

• Calculate sequence similarity and distance 

• Edit and adjust final alignment manually if 
desired 

• Export data and alignments into popular 
formats 

•Requires Internet Connection 
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DNASTAR, Inc. • tel: 608-258-7420 - e-mail: lnfo@dnastar.com • wvw.dnastaMom 
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